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Genome-wide evidence for selection acting on single amino acid repeats 755
Wilfried Haerty and G. Brian Golding

Evolutionarily conserved replication timing profiles predict long-range chromatin interactions
and distinguish closely related cell types

76 1

Tyrone Ryba, Ichiro Hiratani, Junjie Lu, Mari Itoh, Michael Kulik, Jinfeng Zhang,

Thomas C. Schulz, Allan J. Robins, Stephen Dalton, and David M. Gilbert

Heterochromatin protein 1 (HP1) modulates replication timing of the Drosophila genome 771
Michaela Schwaiger, Hubertus Kohler, Edward J. Oakeley, Michael B. Stadler, and Dirk Schübeler
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Alfred Nordheim, Ralf J. Sommer, and Boris Macek

Methods

mRNA-seq with agnostic splice site discovery for nervous system transcriptomics tested
in chronic pain

847OA

Paul Hammer, Michaela S. Banck, Ronny Amberg, Cheng Wang, Gabriele Petznick, Shujun Luo,

Irina Khrebtukova, Gary P. Schroth, Peter Beyerlein, and Andreas S. Beutler

Multiplexed massively parallel SELEX for characterization of human transcription factor
binding specificities

861OA

Arttu Jolma, Teemu Kivioja, Jarkko Toivonen, Lu Cheng, Gonghong Wei, Martin Enge,

Mikko Taipale, Juan M. Vaquerizas, Jian Yan, Mikko J. Sillanpää, Martin Bonke, Kimmo Palin,
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Cover Spiraling spheres in the foreground illustrate the sequence of mammalian

preimplantation embryonic development (PED), from unfertilized egg, to zygote, two-

cell, four-cell, eight-cell, morula, and finally to blastocyst embryo. A comparison of the

gene regulatory networks underlying the PED of human, mouse, and cattle (depicted

as constellations), suggests an evolutionary model for transcription factor binding site

insertion and rewiring of gene regulatory networks by transposons. (Cover illustration

by Shui He. [For details, see Xie et al., pp. 804–815.])


